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Supplementary 
Note: The gene models in red were excluded from further analysis because their AP2 domains were too short or divergent to fit into an acceptable phylogeny. 
Supplementary
Note: The genes with red color represent the genes that were found in two papers but not found in three papers.The gene with blue color represents the gene that was only found in the paper written by Li et al 54 .
The genes with orange backgroud represent the genes that were found in three papers.
Supplementary Note: if the q value was less than 0.05, it was marked in red.
Supplementary 3. If the log 2 based fold change of treatment/control at each time point under the corresponding treatment was less than -1, it was marked in green backgroud. 4. If the log 2 based fold change of treatment/control at each time point under the corresponding treatment was greater than 1, it was marked in orange backgroud.
Supplementary The expression profiles (Log2-based fold change and the corresponding q value ) of wheat DREB/ERF under three abiotic stress conditions. Ta Footnote: 1. LogFC of expression profiles of TaDREB/ERF genes from Gene Expression Omnibus (dataset ID: GSE23889, Winter Manitou; GSE70443; GSE60351 ) under cold, drought and heat stresses. 2. If the q value was less than 0.05, it was marked in pink. 3. If the LogFC treatment/control at each time point under the corresponding treatment was less than -1, it was marked in green backgroud. 4. If the log2 based fold change of treatment/control at each time point under the corresponding treatment was greater than 1, it was marked in orange backgroud.
